Supplemental Figure S2 . Hierarchical cluster analysis of all probes in 22 microarray chips prepared from samples harvested at six time-points in M. truncatula macrosclereid cell development. Distance was presented by Euclidean distance with average linkage.
Supplemental Figure S3 . Enrichment GO "Cellular component" analysis of the differentially expressed genes. Detailed information of each term is provided in Table S4 . Red represents a pvalue of <0.001, yellow represents a p-value >0.001, and white represents no significant GO term enrichment.
Supplemental Figure S4 Microarray analysis of samples taken at six time-points during macrosclereid cell development revealed 4681 probe sets that exhibited at least a 3-fold change in expression (p<0.05) using four biological replicates at each stage.
Differentially expressed genes were assigned into 35 bins in the 'Overview' visualization pathway of MapMan using Affymetrix mapping for Medicago. The frequency of each bin is reported as a percentage (%) of the total number of mapped changes (4681). The details were shown in Table S6 . 
